Table S1. Identity and origin of the sequences analyzed in the study

Ordinal no GenBank accession no  Geographic origin

HM563768
HM563761
HM563760
HM563758
HM563759
HM563767
HM563766
HM563781
HM563764
HM563750
HM563748
HM563752
HM563749
HM563773
HM563772
HM563751
HM563770
HM563771
HM563756
HM563782
HM563753
HQ902260
HQ902261
HQ902262
HQ902258
HQ902259
EU262579.1
HM563778
EU262578.1
HM563776
HM563775
HM563774
EU262584.1
EU262583.1
EU262575.1
EU262581.1
EU262580.1
HM563755
EU262577.1
EU262576.1
HM563763
EU262555.1
EU262554.1
EU262582.1
JF713455
GU724606.1
EF065645.1
EF065639.1
EF065636.1
EF065635.1
FJ808582.1
AY185360.2
EF065650.1
EF065647.1
EF065648.1
EF065649.1
FJ808583.1

Kirovohradska Oblast, Ukraine
Kharkivska Oblast, Ukraine
Kharkivska Oblast, Ukraine
Kharkivska Oblast, Ukraine
Kharkivska Oblast, Ukraine
Kharkivska Oblast, Ukraine
Rivnenska Oblast, Ukraine
Rivnenska Oblast, Ukraine
Rivnenska Oblast, Ukraine
Sverdlovsk Oblast, Russia
Sverdlovsk Oblast, Russia
Sverdlovsk Oblast, Russia
Sverdlovsk Oblast, Russia
Krasnodar Territory, Russia
Krasnodar Territory, Russia
Krasnodar Territory, Russia
Krasnodar Territory, Russia
Krasnodar Territory, Russia
Tyumen area, Russia

Kurgan area, Russia

Kurgan area, Russia
Moscow area, Russia
Moscow area, Russia
Moscow area, Russia
Belarus

Belarus

Greater Poland, Poland
Greater Poland, Poland
Greater Poland, Poland
Greater Poland, Poland
Greater Poland, Poland
Greater Poland, Poland
Opole, Poland

Opole, Poland

Opole, Poland

Pomeranian, Poland, 1st herd
Pomeranian, Poland, 1st herd
Pomeranian, Poland, 1st herd
Pomeranian, Poland, 2nd herd
Pomeranian, Poland, 2nd herd
West Pomeranian, Poland
West Pomeranian, Poland
West Pomeranian, Poland
West Pomeranian, Poland
Russia

Croatia

Costa Rica

Costa Rica

Costa Rica

Costa Rica

Argentina

Brazil

Japan

USA

USA

USA

Argentina

Genotype*

NWWWWoOOOUIUIUTUIOOMANNNNDAEDMDMAMDMDRADAEDMDRADLADINDAEDDEDIDRANDSNDRDDSENDADINN~N00DMOWOONN~~O®

Identity code & source
Sample 2_48_UA, this work
Sample 3_1_UA, this work
Sample 3_3_UA, this work
Sample 3_15 UA, this work
Sample 3_18_UA, this work
Sample 3_43_UA, this work
Sample 4_1 UA, this work
Sample 4_2_UA, this work
Sample 4_6_UA, this work
Sample 2_RU, this work
Sample 3_RU, this work
Sample 4_RU, this work
Sample 5_RU, this work
Sample 1.RU, this work
Sample 2.RU, this work
Sample 3.RU, this work
Sample 4.RU, this work
Sample 5.RU, this work
Sample 3T_RU, this work
Sample 3K_RU, this work
Sample 4K_RU, this work
Sample I_4_RU, this work
Sample |_7_RU, this work
Sample |_8 RU, this work
Sample 1_BY, this work
Sample 2_BY, this work
Sample 58 PL, this work
Sample 70_PL, this work
Sample 54_PL, this work
Sample 65_PL, this work
Sample 67_PL, this work
Sample 68_PL, this work
Sample 256 _PL, this work
Sample 237 _PL, this work
Sample 301_PL, this work
Sample 112_PL, this work
Sample 105 _PL, this work
Sample 107_PL, this work
Sample 9_PL, this work
Sample 8_PL, this work
Sample 160_PL, this work
Sample 151 PL, this work
Sample 146_PL, this work
Sample 147_PL, this work
Shaeva et al. (2011)
Lojkic (2010)

[1]

[1]

[1]

[1]

[2]

Camargos et al. (2004)
[1]

[1]

[1]

[1]

[2]



58
59
60
61
62
63
64
65
66
67
68
69
70
71
72
73
74
75
76
77
78
79
80
81
82
83
84

FJ808574.1 Argentina 2 [2]
FJ808590.1 Argentina 2 2]
AF399704.3 Brazil 2 Camargos et al. (2004)
K02120.1 Japan 1 [3]
M35239.1 USA 1 [4]
D00647.1 Australia 1 [5]
FJ808588.1 Argentina 1 [2]
EF065656.1 USA 1 [1]
EU266060.1 Iran 1 [6]
EU266061.1 Iran 1 [6]
EU266062.1 Iran 1 [6]
EU266063.1 Iran 1 [6]
EU266065.1 Iran 1 [6]
$83530.1 Italy 7 [7]
M35240.1 Belgium 4 [4]
K02251.1 Belgium 4 [8]
M35238 France 4 [4]
DQ059417 Brazil 7 91+
AY515274 Chile 7 [10]
AY515276 Chile 7 [10]
AY515280 Chile 7 [10]
JN990069 Croatia 8 [11]
JN990070 Croatia 8 [11]
JN990071 Croatia 8 [11]
JN990072 Croatia 8 [11]
JN990073 Croatia 8 [11]
JN990074 Croatia 8 [11]

* Ordinal no. 1-44 genotypes identified in this work through phylogenetic analysis; ordinal no. 45- 74
genotypes identified by Rodriguez et al [2].

1 Camargos et al 2004; Shaeva et al 2011 and Lojkic 2010, unpublished, direct submission to GenBank.
FIkuno et al 2005, unpublished, presented and classified by Moratorio et al 2010 [9].
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